Monoallelic Activation of Germline Transcription in Pre-B Cells
To confirm that germline locus transcription is indeed into J1 might alter the efficiency of activation of the targeted locus. To consider this possibility, we permonoallelic at the pre-B cell stage, we used RT-PCR to assay expression of the o -GFP allele as compared to formed allele-specific PCR assays for V-to-J1 rearrangement on genomic DNA from FACS-purified total the hC allele in sorted GFP ϩ and GFP Ϫ pre-B cells from h/G heterozygous mice. The difference between the C pre-B cells from ϩ/G mouse bone marrow (Figure 2A) . Control experiments showed that the two assays deexons in these alleles allowed us to unambiguously identify the allelic origin of germline transcripts. Specificity tected gene rearrangements with similar efficiencies. We found that the GFP-targeted allele underwent rearof the hC assays was confirmed by the absence of amplified products in RNA samples obtained from cells rangement at a frequency, which was indistinguishable from the allelic wild-type locus. We went on to compare lacking the h allele ( Figure 4B ) and assays for a variety Figure 2B ). This indicates that half of these B cells have rearranged both alleles and is in agreement with measurements performed by others using single-cell PCR on wild-type mature B cells (Yamagami et al., 1999) . If the G allele was particularly inefficient in its ability to undergo V-to-J rearrangement, we would expect there gene segments were performed essentially as described (Schlissel, In this study, we found that the probability of locus 1998 transcriptional enhancers may be to establish discordant cell fates from a precursor population in a stochas- during animal development.
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